SEQUENCE LISTING 

SEQ ID N0:1 
SEQUENCE LENGTH: 5399 
SEQUENCE TYPE: nucleic acid 
STRANDEDNESS : double 
TOPOLOGY: linear 
MOLECULE TYPE: cDNA 
ORIGINAL SOURCE 

ORGANISM: human 
CELL LINE: KG-1 

A GAA TTT TCA AAT CCT GAA ACT CAG AAT CTG GAT 
Glu Phe Ser Asn Pro Glu Thr Gin Asn Leu Asp 

1 5 10 

GGT CTG GAA TCC TTA CAG TTT GAC TAT CCT GGT 

Gly Leu Glu Ser Leu Gin Phe Asp Tyr Pro Gly 
20 25 




GAA CAA GTT 
Glu Gin Val 
15 

GTA CCA ATG 
>sh £ln Val Pro Met 
30 



49 



97 



GAC TCT TCA GGA GCT ACT GTA GGC CTT TTT GAC /tAc/aAT TCC CAG PAr 
Ser \r ^ LeU Phe Wf/SJ Ser tin Gin 

CAG CTC TTT CAG AGG ACT AAT GCA CTA ACA gW Id CAG TTA ACT GCA 
Gin Leu Phe Gin Arg Thr Asn Ala Leu Thr Vai G JC Oln leu £r Ala 



145 



55 



i I bo 

GCT CAA CAG CAG CAA TAT GCA TTA GCA GCA GCT, CAG CAG CCA CAT ATA 
Ala Gin Gin Gin Gin Tyr Ala Leu Ala Ala Wlaf dl n Sn Pro" Hil T 

GCT GGT GTA TTC TCA GCA GGC CTT GCT CCA' GO 
Ala Gly Val Phe Ser Ala Gly Leu Ala Pro /Al' 

yy 8 5 90 / " 

C^A TAC ATT ATT AGT GCT GCT CCT CCA GGg/ 
Pro Tyr He He Ser Ala Ala Pro Pro Gly' 

100 105 ; 

GCA GGA TTG GCT GCA GCA GCT ACA TTA GCA 
Ala Gly Leu Ala Ala Ala Ala Thr Leu A ia 
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205 



M/ 



e 
80 

GCA TTT GTG CCA AAT 
Ala Phe Val Pro Asn 
95 

GAT CCG TAT ACT GCA 
Asp Pro Tyr Thr Ala 
110 



193 



241 



289 



337 



,/ 

fG[T CCA GCA GTG GTT CCA 385 
31'y Pro Ala Val Val Pro 
/ 125 

433 



481 



529 



577 



625 



^ „ 195 200 7 

CAG GGT CTT GCT ACT GGC ATG CCA GG~ 



/ 



TAT CAA GTA CTA GCT CCA ACT 673 



Gin Gly Leu Ala Thr Gly Met Pro Gly Tyr Gin 

210 215 
GCC TAT TAT GAT CAG ACT GGT GCC TTA GTG GTT 
Ala Tyr Tyr Asp Gin Thr Gly Ala Leu Val Val 
225 230 235 

ACT GGC CTT GGA GCT CCA GTT CGG TTA ATG GCTj 
Thr Gly Leu Gly Ala Pro Val Arg Leu Met Al 
245 250 



I Leu Ala Pro Thr 

f ° 

EGC/CCT GGA GCA AGG 
ly Pro Gly Ala Arg 
/ 240 
CGA ACA CCT GTT TTA 
Pro Thr Pro Val Leu 
/ 255 



ATT AGT TCA GCA GCA GCA CAA GCT GCA GCA Gok hcA GCA GCT GGA GGA 
lie Ser ~ ~ * <• - - 7 ' 



Ser Ala Ala Ala Gin Ala 
2 60 



Ala Ala 
265 



Ala/Ala Ala Ala Gly Gly 

ACT GCA AGT AGC CTT ACA GGC AGC ACA AAT GGT CTG TTT CGG CCA ATT 

Thr Ala Ser Ser Leu Thr m v Tnr Asn yfcy y Leu phe Arg pro Jle 

/ 285 



Ala Ser Ser Leu Thr 
275 



Gly 



Ser 
280 



GGC ACT CAG CCA CCA CAG CAG CAG CAA CAG> GAG CCA AGC ACT AAT CTG 

Gin Gin Gin Gin Gin 



Gly Thr Gin Pro Pro Gin 
290 

CAA TCT AAT TCA TTT TAT 
Gin Ser Asn Ser Phe Tyr Gly Ser Se 
305 310 



Ser Thr Asn Leu 



Pro 

295 / / 300 

GGA AGC AGT TGT/TTG ACT AAT AGC TCC CAG 
Leu Thr Asn Ser Ser Gin 
315 320 



AGT AGT TCT TTA TTT TCT CAT GGA CCT GGT CAA CCT GGA AGT ACA TCT 
Ser Ser Ser Leu Phe Ser His Gly Pro Gly Gin Pro Gly Ser Thr Ser 

325 /vjo 335 

CTT GGC TTT GGA AGT GGT AAC TCT TTQ qfe T GCT GCT ATA GGC TCA GCC 
Leu Gly Phe Gly Ser Gly Asn Ser Leii Gly Ala Ala He Gly Ser Ala 

340 34% / 350 

CTC AGT GGA TTT GGT TCA TCA GTT GGC/aGT TCT GCA AGT AGT AGT GCC 
Leu Ser Gly Phe Gly Ser Ser Val Gly/ Ser Ser Ala Ser Ser Ser Ala 



360 



/ 



365 



AGG AGA GAG TCT CTA TCT ACT /AGC TCT GAC TTG TAC AAA AGA TCT 
r Arg Arg Glu Ser Leu Ser Thr/se'r Ser Asp Leu Tyr Lys Arg Ser 
370 375 / / 3 8 o 

AGT AGC AGC CTA GCA CCC ATA GGG GAA CCA TTT TAC AAT AGT CTG GGA 
Ser Ser Ser Leu Ala Pro He Gl,y Gin Pro Phe Tyr Asn Ser Leu Gly 

TTT TCC TCC TCT CCA AGT CCA A^a/gGC ATG CCT CTG CCA AGC CAA ACT 
Phe Ser Ser Ser Pro Ser Pro Jli Gly Met Pro Leu Pro Ser Gin Thr 

405 / / 410 4 i5 

CCA GGA CAT TCA CTT ACG CCA yCGG CCA TCA CTT TCA TCA CAT GGA TCC 
Pro Gly Hl s Ser Leu Thr Pro/p^ro Pro Ser Leu Ser Ser His Gly Ser 

420 / / 425 430 

TCA TCC AGT TTG CAT TTA GGA .GGA CTG ACA AAT GGT AGT GGT CGA TAT 
Ser Ser Ser Leu His Leu GLy/ciy Leu Thr Asn Gly Ser Gly Arg Tyr 

4 35 / / 440 445 

ATC TCT GCA GCA CCT GGA GCJV 

He Ser Ala Ala Pro Gly A'a Glu Ala Lys Tyr Arg Ser 
450 jf?5 4 60 

rll ll C f P A T AGC A CC AGC AGC CAG CTC TTT CCT CCT TCC CGG 
Thr Ser Ser Leu Phe Ser/ser Ser Ser Gin Leu Phe Pro Pro Ser Arg 

CTT CGG TAT AAT AGG TCT GAT ATT ATG CCT TCT GGC CGC AGT AGA TTA 



GAA GCA AAA TAT CGA AGT GCT TCA AGC 

Ala Ser Ser 



721 
769 
817 
865 
913 
961 
1009 
1057 
1105 
1153 
1201 
1249 
1297 
1345 
1393 
1441 
1489 
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Leu Arg Tyr Asn Arg Ser Asp lie Met Pro s/er Gly Arg Ser Arg Leu 

485 490 / 495 

TTG GAA GAT TTC AGA AAC AAC CGC TTC CCA AAC CTT CAG CTT AGA GAC 1537 
Leu Glu Asp Phe Arg Asn Asn Arg Phe Pro ksn Leu Gin Leu Arg Asp 

500 505 / 510 

TTG ATT GGA CAT ATA GTT GAG TTT TCT CAa/gAC CAG CAT GGT TCT AGA 1585 
Leu lie Gly His He Val Glu Phe Ser Gin' Asp Gin His Gly Ser Arg 

515 520 / 525 

TTC ATA CAG CAA AAA CTA GAG AGA GCT ACT CCA GCT GAG CGA CAG ATG 1633 

Phe He Gin Gin Lys Leu Glu Arg Ala Tj^r Pro Ala Glu Arg Gin Met 
530 535 / 54Q 

GTA TTT AAT GAA ATT CTG CAA GCA GCC TAT CAA TTA ATG ACT GAT GTT 1681 
Val Phe Asn Glu He Leu Gin Ala Ala f yr Gin Leu Met Thr Asp Val 
3 S5 ° / 555 560 

TTT GGC AAC TAT GTT ATA CAG AAG TTT /TTT GAG TTT GGG AGT CTG GAT 1729 
Phe Gly Asn Tyr Val He Gin Lys Phe/phe Glu Phe Gly Ser Leu Asp 

565 / 5 70 575 

CAA AAA TTA GCC CTG GCT ACT CGT ATT/ CGT GGT CAT GTT CTA CCC TTA 1777 
Gin Lys Leu Ala Leu Ala Thr Arg lie' Arg Gly His Val Leu Pro Leu 

580 sag 59Q 

GCC TTG CAG ATG TAT GGC TGC CGC Gt/t ATT CAG AAA GCA TTA GAA TCT 1825 
Ala Leu Gin Met Tyr Gly Cys Arg Va'l He Gin Lys Ala Leu Glu Ser 

595 600 / 60S 

ATT TCT TCT GAC CAG CAG AGT GAA ATG GTA AAG GAG CTG GAT GGT CAT 1873 
He Ser Ser Asp Gin Gin Ser Glu Met Val Lys Glu Leu Asp Gly His 
„ 610 615 / 620 

GTG CTC AAA TGT GTG AAA GAT CAG /AAT GGA AAC CAT GTT GTA CAA AAA 1921 

Val Leu Lys Cys Val Lys Asp Gln/Asn Gly Asn His Val Val Gin Lys 

625 630 / 635 6 40 

TGT ATC GAA TGT GTT CAG CCA CAG TCA CTA CAG TTC ATC ATT GAT GCT 1969 

Cys He Glu Cys Val Gin Pro Gin Ser Leu Gin Phe He lie Asp Ala 

645 / 650 655 

TTC AAG GGA CAA GTA TTT GTG CTT TCA ACT CAT CCT TAT GGC TGC AGA 2017 
he Lys Gly Gin Val Phe Val Leu Ser Thr His Pro Tyr Gly Cys Arg 



660 / 665 670 



GTA ATT CAG CGC ATC CTA GAG GAT TGC ACT GCA GAA CAG ACC TTA CCT 2065 



2113 
2161 



Val He Gin Arg He Leu Glu liis Cys Thr Ala Glu Gin Thr Leu Pro 

675 ,680 685 

ATC TTA GAA GAA CTC CAC CAA /CAT ACA GAG CAG TTG GTA CAG GAT CAG 
He Leu Glu Glu Leu His Gin His Thr Glu Gin Leu Val Gin Asp Gin 

° 695 / 700 

TAT GGC AAT TAT GTT ATT CAG/ CAT GTA CTG GAA CAC GGT CGA CCT GAA 
Tyr Gly Asn Tyr Val He Gin' His Val Leu Glu His Gly Arg Pro Glu 

710 / 715 720 

GAC AAG AGC AAA ATT GTT TCC GAA ATC AGG GGA AAG GTT TTA GCC CTG 2209 
Asp Lys Ser Lys He Val Ser Glu He Arg Gly Lys Val Leu Ala Leu 
725 / 730 735 

ifr u AC ?** T ! T GCC A ? C ** T GTA GTA GAA AAG TGT GTT ACT CAT 2257 

Ser Gin Has Lys Phe Ala Ser Asn Val Val Glu Lys Cys Val Thr His 

740 \ 745 750 

GCC TCC CGT GCT GAG AGA GCT TTA CTG ATT GAC GAG GTT TGC TGC CAG 2305 
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Ala Ser Arg Ala Glu Arg Ala Leu Leu lie Asp c/i Val Cys Cys Gin 

760 / / 755 

£1 f 3? T o CT CAC AGT GCC TTA TAC ACC ATG W ** G GAG CAG TAT 2353 
Asn Asp Gly Pro His Ser Ala Leu Tyr Thr Met A Lys Asp Gin Tyr 

GCC AAT TAC GTG GTT CAA AAG ATG ATT GAT ATG ScT GAA CCT GCT CAG 2401 
Ala Asn Tyr Val Val Gin Lys Met He Asp Met/ft'la Glu Pro HI Sn ' 

790 795' / 

AGA AAG ATA ATC ATG CAC AAG ATT CGA CCT CAtf ATT ACT ACT TTG III 
Arg Lys He He Met His Lys He Arg Pro His' /lie THr ££r ll» £g 



805 8 10 ' / 815 

TAC GGG AAG CAT ATA CTG GCC AAg/tTG GAA AAG TAT TAT 2497 
Lys Tyr Thr Tyr Gly Lys His He Leu Ala Ly's/ Leu Glu Lys Tyr Tyr 

TTG AAG AAT AGC CCG GAC CTA GGA CCT ATT ell GGA CCA CCA AAT GGA 2545 
Leu Lys Asn Ser Pro Asp Leu Gly Pro He gU Gly Pro Pro Asn Gly 

ATG CTG TAAATTACAG GAGCAAGAGA 4 LgAAGATAa/AtAACCATG 5 TGAAAAGAAT 2601 

850 // 
TTTTTTGTGC GTGAATTATC AAAACACAAC TCAACTATGA ATCTTCAATT TTTTTTTAAA 2661 
SS££ CTAT TTATTGACTT TATTCATCCA TTTGTAAATT TTTTAAGGTT CTtcSEEJ 277^ 
££22?*" GGGGGATGAA TTATAAATTA TATTCaSccc TGAGTGGAGA CCTmSSS till 

^? A J^ CTG GCAAAGCACA gaatgcctgt atatgatgta actgtatcaa aWa5££ 284? 

CTGTCACATA TTTTGTAAAT TTTTACCTTG TAAAGTCACA AAAATAGTTT TTaSg^ »01 
AAGTACAGTA TTCTTTTAAT AAACTGGCTC ACAgWtGGT AGGTCTACAA cSSSSSJ f|gt 
CAACAGGTTT ATAGAGATGT ATATAGAATT ATAGt£cTTA TTTTTTTCCT T TGCGTG AAA Illy 
CCTTTTATAA CAGATTAACA ATCAACTGCA TAAA&TTAT TAATATTtS aISSgT^ 
AGTTGTATTT TGATAATTCA CAAACTATCA TGCA^ATAAC GAGTAAgSg A^SStIa* 3141 
A |^I" GA GATGAAAAGA ACCTAACATT ATTTACAGTA GATGTGGTTT ?SJSSSm 3201 
SSffI** AATGTCTCTG GCAATGTACA GAAa'taTTGT ATATACTTAC aSJSSJS 3261 

rJJSJJSS TTAAATACAA aatcatggtg aca/:ttccaa ttaagtgcac tSESJJaI 33" 

SI^ GTCAC TTAT TAACTT TTCAGTTTGG TTTGCAATGA GAAAGAGTGG AAATTTGTAT 33fiJ 
ZJ.15Iir GC TTATAGAA ™ ACAGACATGT TGAGGAAGTG TTGAGCTTTA T^tcSwJ 11 A 
lr*ln^ GCC AGAAAGTAGG AACCAGATAG AGATGAAAAG GGGCoSSt 3501 
JSiliST* GCATTTAAGC ATGATTACAT A^TCAGATAG CTCTTTTTGC T^SaT^U 3^61 
SliSS™ GTGTGTGTAG TAATAGATGT AiGTTTACAC TTTGAAAGGA aSSJSJJ lltl 

"S CTAATTT ^TGATG CTTTCCtSS 3681 
SISSS ^ GTAAATG GAATTTGT " TATCTCTTTG GGATACATTT 3741 

SSSS™ S^I GCCC TCTTTGACCT GGCAATATAG TGTTGTATAA 3801 

MAATTTA TTTCTCCAAA TCGAGAGTGA' /TTTTTTAAAA ATTTTttatp a t a 

™S AGAAGTA TGAACGAGG * ttctttttat' ^attgtgaga iSSSSS ™S25£ 

AtSSaS SSSS?* ACCTGCTAGA / A "TGGATCA cSJSSSS Hg^Sg? 3^81 
JESSSS i£ AGAAAGTA TTGGAC TGAG/ATATTTGGTT ACCATGGAGG CCAATGCT?T 4041 

JSJSiSS JSSF™™ ttctttgtac agaagagtac tgtatSSS «ii 

majlagccTAC TCCCAAGTAA GAGCAAATCT GTATGATAAC ATTTTTTCCt CTrr*r*TA* A^et 
SSSSSS JESS*™ TACATTT # AGCGGCCTTA SSSSS cSSS™ 422 
SESSS T^gIS 2SS7^ A TAATTAAAAT CGTTTTTAAT CCTtSSS 4281 
GCTTtSJJS JJc^JSSS JSEEJP 0 TATATTCAGT TTCTGAAAGA TAAAGAAAGT 4341 
CAGTrrrrln IISI^ CAGTATTTTG TATAAACATT TATGTTGACC CACTTATGTT 4401 
CAGTGCTGAA AACTAAAATG AACATGOTAT TCTGTCAGCT GAATATGGAA GAGATCTTTT 4461 
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TTTACTAGAG 
TTATCACTTA 
AGGCATACTT 
GTGAGACCAT 
AGCATGTCCC 
AAA6CCGCTG 
ACTTTTGTTC 
TAATGGCTTT 
TTGGCACAGG 
AAACTAAACC 
CCAATCTTCC 
ACAGTCTGCC 
TTTGGTAAAA 
TTACTCTTGA 
GCTCTTATTG 
TAGAAAATGA 



ATCTGCAGAA 

GTTGTTCATA 

TTTCATGTTT 

TAAATCCAAA 

AGTCACTGCA 

TCTCACTTTT 

TCAGTATCAG 

CCTGTCTTTG 

CATTATCTCT 
CTCTTCTTGG 

CAATACTTTC 
ATTTTGGGTG 
TCTGAAAATC 
GTGTCTCCTT 
GTTCATATGA 
AAAATGTGTG 



GAAACGCAAT 

TTATGAACCT 

GGTGTTGAGT 

CACTTGTCAC 

GCAACGCCTT 

TCCTACTTTA 

CCCATGGTTT 

TACAGTTGAA 

GCAATTTTAG 

GGTCCTGATA 

AGGCCTGCTC 

CCCACCCCAA 

ACATTTCAGA. 

TTGATAGGGA 

AATAATGTTA 

AATAAC AT TG 



CTTCTGAGCA 
AAAAATAATG 
TATTTTACTT 
CGTTCCTTCT 
GTGTTTGTTT 
CCAACCTCAG 
CAGGATCAAA 
TTCCTAGTCT 
AAAATGACAA 
CTCATTCCCA 
TACAAAAGTA 
TTTTTACCTT 
ATAAAACAAT 
TTGTTTCTGGj 
ACTTCACTT< 
TATGAAAT 



SEQ ID NO: 2 
SEQUENCE LENGTH: 850 
SEQUENCE TYPE: amino acid 
TOPOLOGY: linear 
MOLECULE TYPE: protein 
ORIGINAL SOURCE 
ORGANISM: tiuman 
CELL LINE: KG-1 

Glu Phe Ser Asn Pro Glu Thr Gin Asn Leu 
1 5 10 

Gly Leu Glu Ser Leu Gin Phe Asp Tyr Pro 

20 25 / 

Asp Ser Ser Gly Ala Thr Val Gly Leu Phe 

35 40 / 

Gin Leu Phe Gin Arg Thr Asn Ala Leu Thr 
50 55 / 

la Gin Gin Gin Gin Tyr Ala Leu Ala/Ala 
65 70 / 

Ala Gly Val Phe Ser Ala Gly Leu Ala Pro 
85 / 90 

Pro Tyr lie lie Ser Ala Ma Pro Pro Gly 

100 105 
Ala Gly Leu Ala Ala Ala Ala Thr L ; eu Ala 

115 120 / 

Pro Gin Tyr Tyr Gly Val Pro Trp .Gly Val 

130 135 / 

Gin Gin Gin Ala Ala Ala Ala Ala? Asn Asn 
145 150 / 

Ala Ser Gin Ala Gin Pro Gly Gin Gin Gin 
165 / 170 

Gly Gin Arg Pro Leu Thr Pro Asn Gin Gly 

180 / 185 

Glu Ser Leu Ala Ala Ala Ala Ala Ala Asn 




CAATATGGAA 
GCATAAAGTT 
TTCjFAACCCA 
CATAGTCACT 
CAJTTTTTTA 
AG|TATTTCGG 
GCTGTCATGT 
TGCTTCATCC 
G^AGAGAATA 
TJTTGTCCCAG 
^CTGTTCTTG 
JTTAGTAAGTT 
"GGGCAAAAC 
ACCAGTTTGT 
TTTGTATATT 



TCTAAAGGTT 
TGGGGATGCC 
ACATTCCTTG 
CTGGGTCATC 
AAACCCACAC 
CCCGTATCGA 
TGGAGATTGG 
TTGCCCTCTG 
CTACATTGAG 
TGCTGACAAC 
TAGAAATTTT 
GGC AT GAAAT 
TACCTAGGCT 
CTAAGTCCTG 
ATGTATAAAT 



4521 
4581 
4641 
4701 
4761 
4821 
4881 
4941 
5001 
5061 
5121 
5181 
5241 
5301 
5361 
5399 



Asp Ala Met Glu 



Gly Asn Gin Val 
30 

Asp Tyr Asn Ser 
45 

Val Gin Gin Leu 
60 

Ala Gin Gin Pro 
75 

Ala Ala Phe Val 

Thr Asp Pro Tyr 
110 

Gly Pro Ala Val 
125 

Tyr Pro Ala Asn 
140 

Thr Ala Ser Gin 
155 

Val Leu Arg Ala 

Gin Gin Gly Gin 
190 

Pro Thr Leu Ala 



Gin Val 
15 

Pro Met 

Gin Gin 

Thr Ala 

His lie 
80 

Pro Asn 
95 

Thr Ala 

Val Pro 

Leu Phe 

Gin Ala 
160 
Gly Ala 
175 

Gin Ala 
Phe Gly 
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Id 




195 200 / 205 

Gin Gly Leu Ala Thr Gly Met Pro Gly Tyr ClL Val Leu Ala Pro Thr 

Ala Tyr Tyr Asp Gin Thr Gly Ala Leu Val vA G^y Pro Gly Ala Arg 

Thr Gly Leu Gly Ala Pro Val Arg Leu Met 3£ Pro Thr Pro Val Leu 

5 250 / ice 

He Ser Ser Ala Ala Ala Gin Ala Ala Ala (la Ala Ala Ala Gly Gly 

Thr Ala Ser Ser Leu Thr Gly Ser Thr Asn Gly Leu Phe Arg Pro lie 

280 / 285 

Gly Thr Gin Pro Pro Gin Gin Gin Gin Gln/ G ln Pro Ser Thr Asn Leu 

Gin Ser Asn Ser Phe Tyr Gly Ser ser Ser/ Leu Thr Asn Ser Ser Gin 

310 / 315 

Ser Ser Ser Leu Phe Ser His Gly Pro Glj Gin Pro Gly Ser Thr Ser 

Leu Gly Phe Gly Ser Gly Asn Ser Leu G^y Ala Ala He Gly Ser Ala 

340 345 / 35Q 

Leu Ser Gly Phe Gly Ser Ser Val Gly Se'r Ser Ala Ser Ser Ser Ala 

360 / 365 

Thr Arg Arg Glu Ser Leu Ser Thr Ser sir Asp Leu Tyr Lys Arg Ser 

375 / 3 8 o 

Ser Ser Ser Leu Ala Pro lie Gly Gin ro Phe Tyr Asn Ser Leu Gly 

Phe Ser Ser Ser Pro Ser Pro He Gly Lt "o Leu Pro Ser Gin Thr 

05 i 10 415 

Pro Gly His Ser Leu Thr Pro Pro Pro [ser Leu Ser Ser His Gly Ser 

20 425/ 43Q 

Ser Server Leu His Leu Gly Gly Leu/ T hr Asn Gly Ser Gly Arg Tyr 

He Ser Ala Ala Pro Gly Ala clu Ala' Lys Tyr Arg sV/ Ala Ser Ser 

455 / 4 60 

Thr Ser Ser Leu Phe Ser Ser Ser Sei Gin Leu Phe Pro Pro Ser Arg 

470 / 475 Aon 

Leu Arg Tyr Asn Arg Ser As P He Me't Pro Ser Gly Arg Ser Arg Leu 

85 / 490 ' 495 

Leu Glu Asp Phe Arg Asn Asn Arg Pne Pro Asn Leu Gin Leu Arg Asp 

505 c in 
Leu lie Gly His He Val Glu Phe s'er Gin Asp Gin His Gly Ser Arg 

Phe lie Gin Gin Lys Leu Glu Arg Ala Thr Pro Ala G^u Arg Gin Met 

53^ / 540 

Val Phe Asn Glu He Leu Gin Ala/ A la Tyr Gin Leu Met Thr Asp Val 

550 / 555 c^n 

Phe Gly Asn Tyr Val He Gin Lys/ Phe Phe Glu Phe Gly Ser Leu As P 

/ 570 c,-7c 

Gin Lys Leu Ala Leu Ala Thr Arg He Arg Gly His Val Leu Pro Leu . 

/ 585 PQA 

Ala Leu Gin Met Tyr Gly Cys Arg Val He Gin Lys Ala Leu Glu Ser 

500 6 o5 



/ 
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t<=i 

fy 
m 

13 
W 




He Ser Ser Asp Gin Gin Ser Glu Met Val Lyi Glu Leu Asp Gly His 

Val Leu Lys Cys Val Lys Asp Gin Asn Gly As/i "° S Val Val Gin Lys 

630 635 filn 

Cys lie Glu Cys Val Gin Pro Gin Ser Leu Gl/nTphe He He Asp Ala 

645 650 // 655 

Phe Lys Gly Gin Val Phe Val Leu Ser Thr h1/ S Pro Tyr Gly Cys Ara 

660 66 5 / 670 

Val lie Gin Arg lie Leu Glu His Cys Thr /la Glu Gin Thr Leu Pro 

675 680 / 685 

lie Leu Glu Glu Leu His Gin His Thr Glu| G ln Leu Val Gin Asp Gin 

Tyr Gly Asn Tyr Val n. Gin His Val lJ Glu His Gly Arg Pro Glu 

Asp Lys Ser Lys lie v.i° Ser Glu He Jg £y Lys Val Leu Ala III 

730 735 
Ser Gin His Lys Phe Ala Ser Asn Val /al Glu Lys Cys Val Thr His 

40 745 /; 750 

Ala Ser Arg Ala Glu Arg Ala Leu Leu/lle Asp Glu Val Cys Cys Gin 

755 7 60 / 7 6 5 

Asn Asp Gly Pro His Ser Ala Leu Tyr' Thr Met Met Lys Asp Gin Tyr 

Ala Asn Tyr Val Val Gin Lys Met l/e Asp Met Al.° Glu Pro Ala Gin 

90 / 7 95 800 

Arg Lys He lie Met His Lys He Arg Pro His He Thr Thr Leu Arg 

805 / 810 815 

Lys Tyr Thr Tyr Gly Lys His He Leu Ala Lys Leu Glu Lys Tyr Tyr 

820 /825 830 ' 

Leu Lys Asn Ser Pro Asp Leu Gly/pro He Gly Gly Pro Pro Asn Gly 

835 840/ 845 

Met Leu ' 
850 



SEQ ID NO: 3 
SEQUENCE LENGTH: 50 
SEQUENCE TYPE: nucleic acid 
STRANDEDNESS : single 
TOPOLOGY: linear 

MOLECULE TYPE : other nucleic /acid, synthesized DNA 
SEQUENCE DESCRIPTION / esizea una 

CTCTAGAGGC GGCCGCTTTT TTTTTTpTT TTTTTTTTTT TTTTTTTTTT 

SEQ ID NO: 4 
SEQUENCE LENGTH: 17 
SEQUENCE TYPE: nucleic acid/ 
STRANDEDNESS: single 
TOPOLOGY: linear 

sS E E SExJSS nucle / c °» 

GTTTTTTTTT TTTTTTC 



50 



17 



/ 
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SEQ ID NO: 5 
SEQUENCE LENGTH: 10 
SEQUENCE TYPE: nucleic acid 
STRANDEDNESS : single 
TOPOLOGY: linear 

MOLECULE TYPE: other nucleic acid, synthesized DNA 
SEQUENCE DESCRIPTION ^y^nesized DNA 

AGGGCGTAAG 

SEQ ID NO: 6 
SEQUENCE LENGTH: 22 
SEQUENCE TYPE: nucleic acid 
STRANDEDNESS: single 
TOPOLOGY: linear 

'SSSZ SSxISS nucleic "W.y»«*«i~. « 

GCATGCCTAT TGGACTTGGG GA 

SEQ ID NO: 7 
SEQUENCE LENGTH: 24 
SEQUENCE TYPE: nucleic acid 
STRANDEDNESS : single 
TOPOLOGY: linear 

MOLECULE TYPE: other nucleic ae'id, synthesized DNA 
SEQUENCE DESCRIPTION / s y ncn esized DNA 

GTTGGCAGTT CTGCAAGTAG TAGT / 

SEQ ID NO: 8 
SEQUENCE LENGTH: 22 

EQUENCE TYPE: nucleic acid 
STRANDEDNESS: single 
TOPOLOGY: linear 

CCCATCACCA TCTTCCAGGA GC 

SEQ ID NO: 9 
SEQUENCE LENGTH: 26 
SEQUENCE TYPE: nucleic acid 
STRANDEDNESS: single 
TOPOLOGY: linear 

TTCACCACCT TCTTGATGTC ATCATA 
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